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Comment
Square-planar complexes of palladium(II) have long been recognized to play a central role in catalytic reactions (Cornils & Herrmann, 1996) . Recently, we studied the catalytic activity of trans-palladium complexes in Suzuki cross-coupling reactions. For comparison, we have synthesized the title compound, (I). Although it has been known for almost 20 years , its structure has never been solved by X-ray structure analysis.
The single-crystal X-ray structure analysis of (I) shows the Pd atom to be in a square-planar geometry, surrounded by two Cl and two P atoms (Fig. 1) . The chelating diphosphine ligand adopts a trans coordination geometry. Despite the formation of a 12-membered chelate ring, the distortion imposed around the Pd atom is negligible. The P-Pd-P angle [176.50 (4) ] is almost 180 , as expected for trans coordination. Atoms Pd1, P1, P2, Cl1 and Cl2 are essentially coplanar, with an average deviation from planarity of 0.0345 Å . Selected bond lengths and angles for (I) are listed in Table 1 , and are very similar to that of the PtBr 2 analogous complex [PtBr 2 (C 38 H 32 OP 2 )] (Stoeckli-Evans et al., 1987) . The two C 6 H 4 planes of the 3,3 0oxydibenzyl ligand are inclined at an angle of 61.2 (1) to each other. The C-O-C angle is 120.3 (3) .
In the crystal structure, the molecules exist as dimers due to the presence of weak intermolecular interactions between a CH 2 proton and the Cl atom of a neighbouring molecule. (Table 2) .
Experimental
Compound (I) was prepared according to the published method of Marty et al. (1987) . Crystals were obtained by slow evaporation of a chloroform solution.
Crystal data [PdCl 2 (C 38 Hydrogen-bond geometry (Å , ). All H atoms were placed in calculated positions (C-H = 0.93 Å for CH and 0.97 Å for CH 2 ) and treated as riding atoms with the constraint U iso (H) = 1.2U eq (carrier) applied.
Data collection: EXPOSE in IPDS Software Software Software (Stoe & Cie, 2000) ; cell refinement: CELL in IPDS Software Software Software; data reduction: INTEGRATE in IPDS Software Software Software; program(s) used to solve structure: SHELXS97 (Sheldrick, 1990) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 1997) ; molecular graphics: ORTEP-32 (Farrugia, 1997) ; software used to prepare material for publication: SHELXL97.
Figure 1
The molecular structure of (I) with the H atoms omitted for clarity. Displacement ellipsoids are drawn at the 50% probability level.
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trans-Dichloro{P,P′-[3,3′-oxybis(m-phenylenemethylene)]bis(diphenylphosphine)}palladium(II) Ludovic Chahen, Bruno Therrien and Georg Süss-Fink Dichloro{P,P′-[3,3′-oxybis(m-phenylenemethylene)]bis(diphenylphosphine)}palladium(II)
Crystal data
Data collection
Stoe IPDS diffractometer Radiation source: fine-focus sealed tube Graphite monochromator Detector resolution: 0.81 pixels mm -1 φ scans 24892 measured reflections 6403 independent reflections 3612 reflections with I > 2σ(I) Geometry. All e.s.d.'s (except the e.s.d. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell e.s.d.'s are taken into account individually in the estimation of e.s.d.'s in distances, angles and torsion angles; correlations between e.s.d.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell e.s.d.'s is used for estimating e.s.d.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (9) C2-C1-P1 115.1 (3) C21-C22-H22 119.6 C2-C1-H1A 108.5 C23-C22-H22 119.6 P1-C1-H1A 108.5 C24-C23-C22 119.9 (5) C2-C1-H1B 108.5 C24-C23-H23 120.1 P1-C1-H1B 108.5 C22-C23-H23 120.1 H1A-C1-H1B 107.5 C23-C24-C25 121.2 (4) C7-C2-C3 119.2 (4) C23-C24-H24 119.4 C7-C2-C1 121.1 (3) C25-C24-H24 119.4 C3-C2-C1 119.6 (4) C24-C25-C26 119.2 (5) C4-C3-C2 120.5 (4) C24-C25-H25 120.4 C4-C3-H3 119.7 C26-C25-H25 120.4
